Specifications

Value of the data
This dataset provides a list of genes transcriptionally regulated by SOX9 during sex development in humans.
SOX9 target genes are highly likely to play important roles within the testis as well as be mutated in disorders of sex development.
Comparison of this dataset with other gonadal datasets can provide valuable insights into gonadal development.
Data
Microarray analysis of gene expression in SOX9-NT2/D1 compared to vector-NT2/D1 identified 2626 differentially expressed transcripts with a7 1.25 fold expression difference that was significant (p o0.05) (Supplementary Table 1 ). The 2626 genes account for $ 10.7% of the total number of transcripts present on the Illumina BeadChip. Of the 2626 DEGs, 1312 transcripts were up-regulated (within a range of 1.25-2.35 fold change) and 1314 genes were down-regulated (within a range of À1.25 to À 2.50 fold change), in response to SOX9 over-expression in the NT2/D1 cells. GO term analysis identified the most affected biological processes in up-regulated genes (Table 1 ) and in down-regulated genes ( Table 2 ). The up and down regulated differentially expressed genes were annotated by association with three GO term categories: Molecular Function (MF), Biological Process (BP) and Cellular Component (CC) (Figs. 1 and 2, Supplementary Table 2).
Experimental design, materials and methods
NT2/D1 transfection, RNA extraction and microarray analysis
Refer to the associated article [1] for detailed methods. 
Data annotation
Gene ontology analysis of the differentially expressed genes was performed using PANTHER Overrepresentation Test and adjusted for multiple testing by Bonferroni correction (GO Ontology database Released 2016-06-22) . A total of 231 GO terms were assigned to the up-regulated genes and 189 GO terms were assigned to the down-regulated genes (adjusted p-value o 0.05). GO terms above p o0.05 were excluded from the analysis. Number of differentially expressed genes for particular GO terms was compared with total number of genes assigned to the term and enriched GO terms were highlighted (Tables 1 and 2 ). Differentially expressed genes that were up and down regulated were categorized to Molecular Functions, Biological Processes and Cellular Components (Figs. 1 and 2, Supplementary Table 2). 
